Supplementary Figures   Fig S1. Rarefaction curves indicating the observed number of operational taxonomic units (OTUs) at a phylogenetic distance of 3% sequence similarity in the sputum samples. LGN.
Fig S1. Rarefaction curves indicating the observed number of operational taxonomic units
(OTUs) at a phylogenetic distance of 3% sequence similarity in the sputum samples. LGN.
Fig S3. Richness and diversity estimates on the genus (above) and family (below) level.
For p values see Table 1 .
Supplementary Tables   Table S1 . Data of Legionella positive and negative patients. Sample 2PS2 was positive both by culture and by PCR method. Table S2 . Richness (Chao1) and microbial coverage of the sputum samples (subsampled OTU's level). Table S3 . Bacterial community composition (relative abundances as %) in Legionella positive (LGP) sputum samples (n = 8). Table S4 . Bacterial community composition (relative abundances as %) in Legionella negative (LGN) sputum samples (n = 13). Table S5 . Summary of the adjusted number of reads for the most abundant Legionella spp. clusters in LGP sputum samples. Table S6 . Results from the Illumina bacterial communities' analyses compared to the results from the hospital laboratory culture. Fig S1. Rarefaction curves indicating the observed number of operational taxonomic units (OTUs) at a phylogenetic distance of 3% sequence similarity in the sputum samples. Table 1 . Tables   Table S1 . Table S3 . Bacterial community composition (relative abundances as %) in Legionella positive (LGP) sputum samples (n = 8). The table presents OTUs at the genus level, whose prevalence in the sequence reads were at least 0.5 % in one of the samples. Samples are sorted with decreasing abundance of Legionella (first row). Taxa (genera) are sorted with decreasing average abundance across all samples. The last column refers to the rank abundance curves (A, B, C) in Fig 5. Note that the sums of unclassified genera are relatively high in samples 2PS2 and 6PS2. Abundance levels are bold if equal or above 2.0% and marked with "b" if below 0.05%, a minus ("-") indicates that the specific sample contained no reads for that genus. *Culture positive sample ** Number of Legionella reads too low for detailed analysis *** Genus occurred in microbiome of amoebae in drinking water distribution system (Delafont et al. 2013) Table S4 . Bacterial community composition (relative abundances as %) in Legionella negative (LGN) sputum samples (n = 13). The Table presents OTUs at the genus level, whose prevalence in the sequence reads were at least 0.5% in one of the samples. Samples are sorted alphabetically. Taxa (genera) are sorted with decreasing average abundance across all samples. The last column (Abundance category-A, B, C), refers to the rank abundance curves in Fig. 5 . Note that the sums of unclassified genera are relatively high in samples 30PS6, 4PS4 and 9PS2. Abundance levels are bold if equal or above 2.0% and marked with "b" if below 0.05%, a minus ("-") indicates that the specific sample contained no reads for that genus.
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